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Abstract: Understanding structure and evolution of genomic regions coding for 
proteins of agronomical interest is an important objective for crop improvement. We 
compare hom(oe)ologous regions within monocot genomes through BAC annotation. 
Here, we present putative orthologous and paralogous relationships of a highly 
duplicated Resistance Gene Analog (RGA) locus within Musa species and between 
Musa and rice species. 
Keywords: Comparative genomics, genome annotation, gene prediction, evolution, 
monocots, resistance gene analogs. 
1 Introduction 
Cultivated bananas are highly sterile, parthenocarpic diploid or polyploidy crops, originating from two 
wild diploid species: Musa acuminata (AA) and Musa balbisiana (BB). Banana cultivars are 
composed of clones that are vegetatively propagated and very sensitive to diseases (e.g. fungi, virus). 
Understanding genetic resistance to pathogens will benefit agriculture by providing a key to improving 
yield and reduce use of harmful products. 
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2 Identification of BAC Containing RGAs 
BAC clones containing Resistance Gene Analog (RGA) loci using degenerated primers [1] were 
isolated from three BAC libraries: (i) MA4 from the wild diploid AA Calcutta 4, (ii) MBP from the 
diploid BB Pisang Klutuk Wulung and (iii) MAC from the most economically important triploid AAA 
Grande Naine (Cavendish). Analysis of BAC fingerprints and hybridizations with RGA probes allow 
us to select MA4_52E23 (80 kb), MBP_32N20 (141 kb) and MAC_91O16 (93 kb) which potentially 
contain orthologous clusters of collinear RGAs (MARGA08). BACs were sequenced by NIAS. 
3 Comparative Annotation Strategy 
This strategy is composed of annotation ontology, pipelines, interfaces and phylogenetics analyses, 
and is the fruit of previous experience with similar domains [2, 3]. 
Objective Description Reference 
Gene prediction EuGene v3.2 with rice optimized parameters v2.2 This work for parameter optimization [4] 
Comparative Genomics 
pipeline 
Integration of Blastn, Blastclust and Bidirectionnal Best 
Hit (BBH) methods and generation of the 





Integration of Blastx, Sim4, Blastp, Exonerate, 
InterproScan and generation of a EMBL output format This work [6-8] 
Annotation 
standardization 
Annotation rules, decision tree, feature and qualifier 
definition This work 
Annotator interfaces Artemis, ACT, GenomePixelizer [9-12] 
Phylogenetics analyses Clustal, MEGA [12, 13] 
Table 1. Comparative annotation strategy steps. 
4 Annotation of BAC Sequences Containing MARGA08 Clusters 
 
Figure 1. Putative orthologous clusters of duplicated RGAs (MARGA08) within three 
Musa clones. First Track, repeats on the BAC sequence; Second Track, genes on the direct 
poster présenté lors des 






































strand; Third Track, genes on the reverse strand; Grey Box, RGA; Pale Grey Box, non 
RGA; White Box, transposon gene; Dashed Line, putative orthologous relationship 
between RGAs; Plain black line, putative orthologous relationship between non RGAs; 
Plain grey line, homologous relationship between RGAs (08/04/2007). 
We applied a comparative annotation strategy to these three BAC sequences: 
• About 20 genes were predicted on each BAC. 
• More than 50% of the largest BAC sequence, MPB_32N20, shows nucleotidic conservation 
(identity > 80 %) with the smaller one, MA4_52E23; a large group of about 30 homologous 
RGA genes was identified (¼ MA4_52E23 genes, ½ MBP_32N20 genes and ¼ MAC_91O16 
genes); four putative clusters of orthologous RGA genes and two putative clusters of 
orthologous non RGA genes were found. Banana RGAs are similar to nucleotide binding site-
leucine-rich repeat (NBS-LRR) disease resistance proteins which genes are grouped together 
on rice chromosome 11 (Os11g44960-Os11g45190). 
• Structural and functional annotations of homologous gene clusters and specific genes were 
curated manually based on refine predictions, using genome browser and editor and following 
annotations rules. 
• Additional comparative genomics analyses were made. Indeed, BBH method is not suitable to 
detect clusters of orthologous genes for large families with a fast rate of evolution. Five more 
consistent clusters of putative orthologous RGA genes are defined using a phylogenetics 
approach (neighbour joining on sequence dissimilarity). Four clusters of putative orthologous 
non RGA genes are defined based on genomic similarities. 
5 Conclusion and Perspectives 
Based upon analyses of the results obtained we can conclude that successful cloning of the 
orthologous MARGA08 locus was obtained in the three Musa species, with data suggesting that 
duplications and mutations leading to pseudogenization or neofunctionalization [14] occurred both 
before and after speciation. We are currently completing this work by identifying the other haplotypes 
from the three clones AA, BB, AAA using double hybridizations (MARGA08 probe and specific gene 
probe of the three BAC) in order to potentially compare the seven possible haplotypes of this locus (2, 
2 and 3 haplotypes respectively for MA4, MBP and MAC). We will compare results with those of 
more stable gene-rich regions (e.g. adh1, ers2). 
 Perspectives are, firstly, to compare gene-rich regions of agronomical interest within other monocot 
species (e.g. decaploid Saccharum hybrid). Secondly, we are involved in the establishment of a 
eukaryotic annotation platform that satisfies: (i) manual structural, functional and comparative 
annotation of eukaryotic genes, (ii) database, bioanalysis pipelines and annotator Web interfaces and 
(iii) modularity, upgradeability, sustainability. 
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